A field porcine epidemic diarrhea virus (PEDV) strain, JS2008, was isolated from stool samples of a piglet with acute diarrhea on a vaccinated farm in eastern China. We sequenced and analyzed the complete genome of strain JS2008, which will help increase our understanding of the molecular characteristics of the epidemic PEDV in China.
orcine epidemic diarrhea virus (PEDV), a member of the family Coronaviridae, is an enveloped virus with a singlestranded, positive-sense RNA and causes porcine epidemic diarrhea, an enteric disease characterized by acute watery diarrhea, dehydration, vomiting, and high mortality in nursery piglets (1, 2) . Outbreaks of PEDV infection have been documented mainly in European and Asian countries since the disease was first recognized in an acute outbreak of diarrhea in pigs (1) .
In the autumn of 2010, severe diarrhea in piglets emerged in China, affecting more than 1,000,000 piglets (3). A PEDV variant has been identified as a main causative agent in the disease (4) (5) (6) (7) . In this study, a PEDV strain, JS2008, was detected and identified in stool samples from a piglet with severe diarrhea on a vaccinated farm in eastern China. This strain can be easily isolated in Vero cells. Thus, we sought to analyze the genome sequence of PEDV strain JS2008 and understand its molecular characteristics.
Twenty pairs of oligonucleotide primers to amplify regions of the JS2008 genome were designed from alignments of available PEDV genomes. The PCR products were purified and cloned into the pMD18-T vector (TaKaRa) and sequenced with an ABI3730XL genome sequencer. The terminal sequences were acquired by using a kit for rapid amplification of cDNA ends (RACE) (Clontech, Japan).
The complete genome sequence of JS2008 is 27,953 nucleotides (nt) in length, excluding the poly(A) tail. The genome showed 99.7% and 98.0% nucleotide sequence similarity to the attenuated DR13 and CV777 vaccine strains. It shared 97.3 to 97.5% sequence identity with the PEDV variant that has occurred in recent years in China. The organization of the genome of JS2008 is similar to that of other reported PEDV genomes, with the characteristic gene order 5=-ORF1a/1b-S-ORF3-E-M-N-3= (2, 8, 9) . The ORF1a/1b gene is 20,321 nt in length. The sizes of the other genes, S, ORF3, E, M, and N, are 4,149 nt, 276 nt, 231 nt, 681 nt, and 1,326 nt, respectively. Sequence analysis showed that there was a 49-nt deletion in the ORF3 gene, and this characteristic was similar to a characteristic of the attenuated DR13. Meanwhile, the E gene was 21 nt longer than that of the attenuated DR13 and had the same sequence as that of the PEDV variant. These findings may indicate that JS2008 is a recombinant of the PEDV vaccine strain and the variant.
Phylogenetic analysis of the complete genome showed that JS2008 has a close relationship to the attenuated DR13 vaccine strain and a distant relationship to the prevalent PEDV variant in China. The availability of the genome sequence of JS2008 will facilitate future investigations of the epidemiology and evolution of PEDV.
Nucleotide sequence accession number. The genome sequence of PEDV strain JS2008 was deposited in GenBank under accession number KC109141. 
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